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IN THE SPECIFICATION: 

At page 9, please replace paragraphs [035] through [037] with the following text: 

Figure 4 depicts a BLAST alignment of human 80090 with a consensus amino acid sequence 
derived from a ProDomain No. PD313476, "CG4435" (Release 2001 .1 ; Corpet et al (1999). Nucl Acids 
Res. IT.lG^'iei and Gouzv et al (1999\ Computers and Chemistry 23:333>340 
http://>^n¥w.toulougo.inm.fr/prodom,htnA ). The lower sequence is amino acid residues 40-217 of the 229 
amino acid consensus sequence (SEQ ID NO; 17), while the upper amino acid sequence corresponds to 
the "CG4435" domain of human 80090, amino acid residues 89-265 of SEQ ID NO:2. 

Figure 5 depicts a BLAST ahgnment of human 80090 with a consensus amino acid sequence 
derived from a ProDomain No. PD002778, "Transferase fixcosyltransferase glycosyltransferase alpha-12- 
fiicosyltransferase galactoside transmembrance glycoprotein 3-L- signal-anchor golgi" (Release 2001.1; 
Corpet g/g/. (1999\ Nucl Acids Res, 27:263-267 and Gouzv a/. (\999^ Computers and Chemistry 
23:333-340 http://www.touloufio.ttxra.fr/prodom.html ). The lower sequence is amino acid residues 62-200 
of the 227 amino acid consensus sequence (SEQ ID NO: 18), while the upper amino acid sequence 
corresponds to the "Transferase fiicosyltransferase glycosyltransferase alpha-12-fucosyltransferase 
galactoside transmembrance glycoprotein 3'L- signal-anchor golgi" domain of human 80090, amino acid 
residues 221-367 of SEQ ID N0:2. 

Figure 6 depicts a BLAST alignment of human 80090 with a consensus amino acid sequence 
derived from a ProDomain No. PD323544, "CG9169" (Release 2001 .1 ; Corpet et al (\999\ Nucl Acids 
Res. 27:263-267 and Gouzv et al (1999) Computers and Chemistry 23:333-340 

http://www.toulouao.inra.fr/prodom.html ). The lower sequence is amino acid residues 129-424 of the 445 
amino acid consensus sequence (SEQ ID NO: 19), while the upper amino acid sequence corresponds to 
the "CG9169" domain of human 80090, amino acid residues 90-390 of SEQ ID NO:2. 

At pages 10 throu^ 11, please replace paragraphs [0041-0043] with the following text: 

Figure 10 depicts a BLAST ahgmnent of human 52874 with a consensus amino acid sequence 
derived from a ProDomain No. PD032606, "Receptor neurotensin coupled G-pnotcin type transmembrane 
Upoprotein levocabastine- pahnitate phosphorylation" (Release 2001.1; Corpet etal (19991 Nucl Acids 
Res. 27:263-267 and Gouzv et al (1999) Computers and Chemistry 23:333-340 
http://www.toulouao.inra.fr/prodonLhtml) . The lower sequence is amino acid residues 12-76 of the 84 
amino acid consensus sequence (SEQ ID NO:22)3 while the upper amino acid sequence corresponds to 
the * 'Receptor neurotensin coupled G-protein type transmembrane lipoprotein levocabastine- palmitate 
phosphorylation" domain of human 52874, amino acid residues 253-320 of SEQ ID NO:5. 
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Figure 11 depicts a BLAST alignment of human 52874 with a consensus amino acid sequence 
derived jGrom a ProDomainNo. PD128109, "Similar somatostatin receptors" (Release 2001 .1; Corpete/ 
ah n 9991 Nucl Acids Res, 27:263-267 and Gouzv et al f 1999^ Computers and Chemistry 23:333-340 
http://www.toulou3c.iDra.fr/prodom.html) , The lower sequence is amino acid residues 160-267 of the 305 
amino acid consensus sequence (SEQ ID NO:23), while the upper amino acid sequence corresponds to 
the "Similar somatostatin receptors" domain of human 52874, amino acid residues 208-316 of SEQ ID 
NO:5. 

Figure 12 depicts a BLAST alignment of human 52874 with a consensus amino acid sequence 
derived from a ProDomainNo. PD145471, *'C01G12.7" (Release 2001.1; Corp^etal (\999\Nucl 
Acids Res. 27:263-267 and Gouzv et al (19991 Computers and Chemistry 23:333-340 
http://www.toulousc.iDrQ.fr/prodom.html) . The lower sequence is amino acid residues 1 15-298 of the 599 
amino acid consensus sequence (SEQ ID NO:24), while the upper amino acid sequence corresponds to 
the "COl G12.7" domain of human 52874, amino acid residues 16-192 of SEQ ID NO:5. 

At pages 1 1 through 12, please replace paragraphs [0047-0050] with the following text: 

Figure 16 depicts a BLAST alignment of human 52880 with a consensus amino acid sequence 
derived from a ProDomain No. PD3 1 0793, "Receptor orphan GPR26 protein-coupled" (Release 2001 . 1 ; 
Con>et et al. (19991. Nu cl Acids Res. 27:263-267 and Gouzy et al. (1999) Computers and Chemistry 
23:333-340 http://www.toulouQo.iDra.fr/prodom.html) . The lower sequence is amino acid residues 2-183 
of the 205 amino acid consensus sequence (SEQ ID NO:26), while the upper amino acid sequence 
corresponds to the "Recqrtor orphan GPR26 protein-coupled" domain of human 52880, amino acid 
residues 134-315 of SEQ ID NO:8. 

Figure 1 7 depicts a BLAST alignment of human 52880 with a consensus amino acid sequence 
derived from a ProDomainNo. PD155019, "Receptor type hypocretin EG:22E5.10 EG:22E5.1 1 
transmembrane coupled orexin G-protein" (Release 2001. 1; Comet etai (\999\ Nucl Acids Res. 27:263- 
267 and Gouzv et al (1999 ^ Commiters and Chemistry 23:333-340 

httpj^/^i ^ Tw.toulouoo.mm.fi/prodom.html) . The Iowct sequence is amino acid residues 28-184 of the 227 
amino acid consensus sequence (SEQ ID NO:27), while the i^pcr amino acid sequence corresponds to 
the '^Receptor type hypocretin EG:22E5.10EG:22E5.11 transmembrane coupled orexin G-protein" 
domain of human 52880, amino acid residues 175-321 of SEQ ID NO:8. 

Figure 18 depicts a BLAST alignment of human 52880 with a consensus amino acid sequence 
derived from a ProDomainNo. PD032094, '^Receptor acid iysophosphatidic high-affinity homolog 
transmembrane novel riiodopsin similar'' (Release 2001.1; Cornet et al (\999Y Nucl Acids Res. 27:263- 
267 and Gouzv et al (1999) Computers and Chemistry 23:333-340 
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Mlp://www.toulouao.iimi.fr/pn)dom.htn^ The lower sequence is amino acid residues 24-183 of the 202 
amino acid consensus sequence (SEQ ID NO:28), while the upper amino acid sequence corresponds to 
the '"Receptor acid lysophosphatidic high-afCimty homolog transmembrane novel rhodopsin similar" 
domain of human 52880. amino acid residues 171-322 of SEQ ID NO:8. 

Figure 19 depicts a BLAST alignment of human S2880 with a consensus amino acid sequence 
derived from a ProDomain No. PD322057, '*NT2RM2000452FU10317FiscDNA" (Release 2001.1; 
Corpet g^g/, am\Nucl Acids Res. 27:263-267 and Gou zv g/. Comrmters and Chemistry 

23:333-340 http://www>toulouDo.inrQ.fr/prodomJitml) , The lower sequence is amino acid residues 7-99 
of the 388 amino acid consensus sequence (SEQ ID NO:29), while the upper amino acid sequence 
corresponds to the '^2111^12000452 FIJI 0317 Fis cDNA" domain of human 52880, amino acid 
residues 221-329 of SEQ ID NO:8. 

At page 1 3 , please replace paragraphs [0054] with the following text: 

Figure 23 depicts a BLAST alignment of hxunan 63497 with a consensus amino acid sequence 
derived from a ProDomain No. PD009900, "Receptor phcromone G-protein vomeronasal coupled M24 
VNl VN3 VN2 VN4^' (Release 2001.1; Cornet et ai (1 999\ Nucl. Acids Res. 27:263-267 and Gonzv et 
al (1999) Computers and Chemistry 23:333-340 http://ww.toulou.q e innLfr/prnHnm html ) The lower 
sequence is amino acid residues 5-264 of the 274 amino acid consensus sequence (SEQ ID NO: 31), while 
the upper amino acid sequence corresponds to the "Receptor pheromone G-protein vomeronasal coupled 
M24 VNl VN3 VN2 VN4" domain of human 63497, amino acid residues 36-295 of SEQ ID NO: 1 1 . 

At pages 14 through 15, please replace paragraphs [0058-0060] with the following text: 

Figure 27 depicts a BLAST alignment of human 33425 with a consensus amino acid sequence 
derived from a ProDomain No. PD301916, "Similar NT2RM2000363 cluster Fis FLJ10312 weakly 
cDNA breakpoint" (Release 2001.1; Comet et al f 1999\ Nucl Acids Res 27:263-267 and Gouzv et al 
f 1999) Comvuters and Chemistry 23:333-340 http!//^Tww ton1minn inm fr/pmr^nm litmi) The lower 
sequence is amino acid residues 1-103 of the 153 amino acid consensus sequence (SEQ ID NO:33X while 
the upper amino acid sequence corresponds to the "Similar NT2RM2000363 cluster Fis FLJ10312 
weakly cDNA breakpoint" domain of human 33425, amino acid residues 516-608 of SEQ ID NO: 14. 

Figure 28 depicts a BLAST alignment of human 33425 with a consensus amino acid sequence 
derived from a ProDomain No. PD000780, "GTPase activating similar GTPase-activating activation 
domain Fis zinc cDNA subunit" (Release 2001 . 1; Comet etal ri999V Nucl Acids Res. 27:263-267 and 
Gouzv et al (1999) Co m puters and Chemistry 23:333-340 http7/www.tou1niiii e .itirn fr/prnrfnm htr^ ) 
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The lower sequence is amino acid residues 1 6-1 1 8 of the 1 6 1 amino acid consensus sequence (SEQ ID 
NO:34), while the upper amino acid sequence cowesponds to the "GTPase activating similar GTPase- 
activating activation domain Fis zinc cDNA subunit" domain of human 33425, amino acid residues 390- 
486ofSEQIDNO:I4. 

Figure 29 depicts a BLAST alignment of human 33425 with a consensus amino acid sequence 
derived jfromaProDomainNo. PD215173, "RLIP" (Release 2001.1; Cornet etal. (19991 NucL AtiiiLs 
Res. 27:263-267 and Gouzv et al (\999\ Co mputers and Chemistry 23:333-340 

http://www.toulouao.inro.fr/prodom.html) . The lower sequence is amino acid residues 96-185 of the 186 
amino acid consensus sequence (SEQ ID NO:35), while the upp&r amino acid sequence corresponds to 
the "RLIP" domain of human 33425, amino acid residues 399-488 of SEQ ID NO:14. 

At page 1 6, please replace paragraph [0064] with the following text: 

For general information regarding PFAM identifiers, PS prefix, and PF prefix domain 
identification numbers, refer to Sonnhanmier et al. (1997) Protein 28:405-420-efld 
http://v ^ n¥w.psQ.cdWgODoray aofhvQrQ<^paclcagca/pfQni^pfam.ht ffl^. 

At pages 1 7 through 18, please replace paragraphs [0071-0072] with the following text: 

To identify the presence of a "fucosyltransferase" domain in an 80090 protein sequ^ce, and 
make the d^eimination that a polypeptide or protein of interest has a particular profile, the amino acid 
sequence of the protein can be searched against a database of HMMs (e.g., the Pfem database, release 2,1) 
using the default parameters (http://www.oQngor.ao.ulc/SoftwQrc/Pfani/HMM_Boainh) . For example, the 
hmmsf program, which is available as part of tiie HMMER package of search programs, is a family 
specific default program for MILPAT0063, and a score of 1 5 is the default threshold score for 
determining a hit. Alternatively, the threshold score for determining a hit can be lowered (e.g., to 8 bits). 
A description of the Pfem database can be found in Sonhammer et al. (1997) Proteins 28(3):405-420, and 
a detailed description of HMMs can be found, for exan^le, in 

Gribskov et aL(1990) MetL Enzymol. 183: 146-159; Gribskov et al.(1987) Proc. Natl. Acad. Sci. USA 
84:4355-4358; Krogh et al.(1994) J. MoL Biol. 235:150M531; and Stultz et al.(1993) Protein Sci. 
2: 305-3 1 4, the contents of which are incorporated herein by reference. A search was performed against 
the HMM database resulting in the identification of a fucosyltransferase domain in the amino acid 
sequence of human 80090 at about residues 35-395 of SEQ ID NO:2 (see Figure 1). 

An 80090 polypeptide can include a fucosyltransferase domain or regions homologous with a 
fucosyltransferase domain. As used herein, the fucosyltransferase domain includes an amino acid 
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sequence of about 200-SOO amino acid residues in length. Preferably, an fiicosyltransferase protein 
domain includes at least about 250-450 amino acids, more preferably about 300^00 amino acids, or 
about 350-375 amino acids. The fiicosyltransferase domain (HMM) has been assigned the PFAM 
Accession PF00852 (http://pfQm.wu5tLodu/) . An alignment of the fiicosyltransferase domain (amino 
acids 35-395 of SEQ ID NO:2} of human 80090 with a consensus amino acid sequence derived fiom a 
hidden Markov model is depicted in Figure 3 . 

At pages 1 8 through 19, please replace paragraphs [0075-0078] with the following text: 

A BLAST search was performed against the HMM database resulting in the identification of a 
region homologous to ProDom fiamily PD313476("CG4435" SEQ ID NO:17, ProDomain Release 
2001.1; Corpet et al. (1999). Nucl Acids Res. 27:263-267 and Gouzv et al (1999) Computers and 
Chemistry 23:333-340 http://www,touloiioo.inm.fr/prodom.htmiy An alignment of the "CG443 5*' domain 
(amino acids 89-265 of SEQ ID NO:2) of human 80090 with a consensus amino acid sequence (SEQ ID 
NO: 17) derived from a hidden Markov model is depicted in Figure 4. The consensus sequence for SEQ 
ID NO:l 7 is 42% identical over amino acids 89-265 of SEQ ID NO:2 as shown in Figure 4. 

A BLAST search was performed against the HMM database resulting in the identification of a 
region homologous to ProDom family PD002778CTransfcrase fiicosyltransferase glycosyltransferase 
alpha- 12-fucosyltransferase galactoside transmembrance glycoprotein 3-L- signal-anchor golgi" SEQ ID 
NO:18, ProDomain Release 2001.1; Corpet et al f 1999V Nucl Acids Res. 27:263-267 and Gouzv et al 
(1999) Computers and Chemistry 23:333-340 http://www.toulouflo.inm.fr/prodonLhtml ). An alignment 
of the ""Transfo-ase fiicosyltransferase glycosyltransferase alpha-12-fucosyltransferase galactoside 
transmembrance glycoprotein 3-L- signal-anchor golgi" domain (amino acids 221-367 of SEQ ID NO:2) 
of human 80090 with a consensus amino acid sequrace (SEQ ID NO: 18) derived from a hidden Markov 
model is depicted in Figure 5. The consensus sequence for SEQ ID NO: 1 8 is 36% identical over amino 
acids 221-367 of SEQ ID NO:2 as shown in Figure 5 . 

A BLAST search was performed against the HMM database resulting in the identification of a 
region homologous to ProDom family PD323544C'CG9169'' SEQ ID NO: 19, ProDomain Release 
2001.1; Corpet et al 0999), Nucl Acids Res. 27:263-267 and Gouzv et ai (1999) Computers and 
Chemistry 23:333-340 http://vlw^^^ toulouflo.inm.fr/prQdom.html ). An aligmnent of the "CG9 169" domain 
(amino acids 90-390 of SEQ ID NO:2) of human 80090 with a consensus amino acid sequence (SEQ ID 
NO: 19) derived from a hidden Markov model is depicted in Figure 6. The consensus sequence for SEQ 
ID N0:19 is 24% identical over amim) acids 90-390 of SEQ ID NO:2 as shown in Figure 6. 

A BLAST search was performed against the HMM database resulting in the identification of a 
region homologous to ProDom family PD323544("CG9169" SEQ ID NO: 19, ProDomain Release 
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2001.1; Corpet et al. f 1999V Nad A cids Res. TlfmJliSl and Gouzv et al f 1999^ Computers and 
Chemistry 23:333-340 http://www.toidoiioo.iiirQ.fr/prodom.litml) . An aligmnent of the "CG91 69" domai 
(amino acids 90-390 of SEQ ID NO:2) of human 80090 with a consensus amino acid sequence (SEQ ED 
NO; 1 9) derived from a hidden Markov model is depicted in Figure 6, The consensus sequence for SEQ 
ED NO: 19 is 24% id«itical over amino acids 90-390 of SEQ ID NO:2 as shown in Figure 6. 

At page 23, please replace paragraphs [0092] with the following text: 

For general information regardmg PFAM identifiers, PS prefix, and PF prefix domain 
identification numbers, refer to Somihammer et al. (1997) Protein 28:405-420-md 
http://w¥i^w.poc.cdu/goncrQl/ 3oftwarc/paQlaigog/pfoni/pfiim.htn^ . 

At page 24, please replace paragraph [0098] with the following text; 

For general information regarding PFAM identifiers^ PS prefix, and PF prefix domain 
identification numbers, refer to Sonnhammer et al. (1997) Protein 28:405-420^ 
http://yTffW.psc.odu/goncniyaoftwarQ/pQokago3/pfara/pfQm.htinl . 

At page 26, please replace paragraphs [0104] with the following text: 

For general information regarding PFAM identifiers, PS prefix, and PF prefix domain 
identification numbers, refer to Sonnhammer et al. (1997) Protein 28:405-42O«nd 
http://www.poo.edu/gcgioml/ goftwarc/paelcQgoa/pfani/pfQm.htm l. 

At pages 27 through 28, please replace paragraph [0108] with the following text: 

As used herein, the term "G protein-coupled receptor" or 'HjPCR" refers to a family of 
proteins that preferably conprise an N-terminal extracellular domain, seven transmembrane domains 
(also referred to as membrane-spanning domams), three extracellular domains (also referred to as 
extracellular loops), three cytoplasmic domains (also referred to as cytoplasmic loops), and a C-terminal 
cytoplasmic domain (also ref^red to as a cytoplasmic tail). Mraibers of the GPCR family also share 
certain conserved amino acid residues, some of which have be«i detmnined to be critical to receptor 
fimction and/or G protein signaUng. For example, GPCRs usually contain the following features 
including a conserved asparagine residue in the first transmembrane domain. An alignment of the 
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tranamombnine domains of <11 roprcacntativo GPGRa can bo found at 
ht^://mgdkkl.nidlljiih.eov:80Q0/cxt e ndod.htni lr 

At pages 31 througji 32, please replace paragraphs [01 1 7-01 1 8] with the foUowing text: 

To identify the preseoce of a 7 transmembrane receptor profile in a 52874, 52880, or 63497 
receptor, and make the determination that a polypeptide or protein of interest has a particular proffle, the 
amino acid sequence of the protein can be searched against the Pfem database of HMMs (e.g., the Pfiun 
database, release 2.1) using the default parameters 

(http://www.o(mgcr.ac.uIo^Softw o r(?,a>fam^IMM_flom o h) . For example, the hmmsf program, which is 
available as part of the HMMER package of search programs, is a family specific defeuU program for 
PFOOOOl and a score of 15 is the default threshold score for determining a hit. Alternatively, the 
threshold score for determining a hit can be lowered (e.^., to 8 bits). A description of the Pfam database 
can be found in Sonhammer etal. (1997) Proteins 28:405-420 and a detailed description of HMMs can be 
found, for example, in Gribskov etal. (1990) Meth. E»zymol.lZ3:\A6-\S9; Gribskov etal. (1987) Proc. 
Natl. Acad. Sci. USA 84:4355-4358; Krogh et al. (1994) J. Mol. Biol. 235:1501-1531; and Stultz et al. 
(1 993) Protein Sci. 2:305-3 1 4, the contents of which are incorporated herein by reference. Alternatively, 
the seven transmembrane domain can be predicted based on stitches of hydixiphobic amino acids 
forming a-helices (SOUSI server). For example, using a SOUS! server, two 7 ™ receptor domain 
profiles were id«itified m the amino acid sequence of SEQ ID NO:5 (e.g., amino acids 40-1 20 and 142- 
293 of SEQ ID NO:5), one 7IM receptor domain profile in flie amino acid sequence of SEQ ID NO: 8 
(e.g., amino acids 22-294 of SEQ ID NO:8), and one 7TM receptor domain profile in the amino acid 
sequence of SEQ ID NO:ll (e.g., amino acids 189-243 of SEQ ID NO:l 1). Accordingly, 52874. 52880, 
or 63497 proteins havmg at least 50-60% homology, preferably about 60-70%, more preferably about 70- 
80%, or about 80-90% homology with the 7 transmembrane receptor profile of human 52874, 52880, or 
63497 are within the scope of the invention. 

In one embodiment, a 52874, 52880, or 63497 protein inchides at least one "7 transmembrane 
receptor" domain or regions homologous with a 'V transmembrane receptor" domain. As used herem, the 
term "7 transmembrane receptor" domain includes an amino acid sequence having at least about 10-350 
amino acid residues in length and having a bit score for the aUgmnent of the sequence to the 7tm_l family 
Hidden Markov Model (HMM) of at least 8. Preferably, a «7 transmembrane receptor family" domain 
includes at least about 50-350 amino acid residues, more preferably about 75-300 amino acid residues, or 
at least about 80-280 amino acids in length and having a bit score for the alignment of the sequence to the 
"7 transmembrane receptor family" domain (HMM) of at least 12 or greater. The "7 transmembrane 
receptor family" domain (HMM) has been assigned the PFAM Accession PFOOOOl 
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(littp://^fiim.wuatl.odu/ogi bin/getdogo?Dnmo-7tm_l ). An alignment of the "7 transmembrane receptor 
family** domain (amino acids 40-120 and 142-293 of SEQ ID NO:5, 22-294 of SEQ ID N0:8 and 189- 
243 of SEQ ID N0:11) of human 52874, 52880, or 63497 with a consensus amino acid sequence derived 
from a hidden Markov model is depicted in Figures 9A-B, 15, and 22. 

At pages 33 through 36, please replace paragraphs [0122-0129] with the following text: 

A BLAST search was performed against the HMM database resulting in the identification of 
regions homologous to ProDom family PD032606("Receptor neurotensin coupled G-protein type 
transmembrane lipoprotein levocabastine- palmitate phosphorylation" SEQ ID NO:22, ProDomain 
Release 2001 . 1 ; Coruet et ai (\999\ Nucl Acids Res. 27:263-267 and Gouzv etal (1999^ ComnutBrx 
and Chem i stry 23:333-340 http://ww^^tnulniinn,inrn fr/prnHnm html) An alignment of the "Receptor 
neurotensin coupled G-protein type transmembrane lipoprotein levocabastine- pahnitate phosphorylation*' 
domain (amino acids 253-320 of SEQ ID NO:5) of human 52874 with consensus amino acid sequences 
(SEQ ID NO:22) derived from a hidden Markov model is depicted in Figure 10. The consensus sequence 
for SEQ ID NO:22 is 33% identical over amino acids 253-320 of SEQ ID NO:5 as shown in Figure 10. 

A BLAST search was performed against the HMM database resulting in the identification of 
regions homologous to ProDom family PD128109(*'Similar somatostatin receptors" SEQ ID NO:23, 
ProDomain Release 200 L 1 ; Comet et al n999>. Nucl Acids Res. 27:263-267 and Gouzv et al (1999) 
Computers and Chemis t ry 23:333-340 http://wwvvtQu1ou.qn inm fr/prnHnm html ) An aligmnent of the 
"Similar somatostatin receptors" domain (amino acids 208-316 of SEQ ID NO:5) of human 52874 with 
consensus amino acid sequences (SEQ ID NO:23) derived from a hidden Markov model is depicted in 
Figure 1 1 . The consensus sequence for SEQ ID NO:23 is 24% identical over amino acids 208-3 1 6 of 
SEQ ID NO:5 as shown in Figure 11. 

A BLAST search was performed against the HMM database resulting in the identification of 
regions homologous to ProDom family PD145471("C01G12.7" SEQ ID NO:24, ProDomain Release 
2001.1i Corpet et al (\999\ Nucl Acids Res 27!263-267 and Gouzv et al (\999\ Computers and 
Chemistry 23:333-340 http://www.tQuloufl o inrn fr/prnHnin htmf) Analigmnent of the*'C01G12.T* 
domain (amino acids 16-192 of SEQ ID NO:5) of human 52874 with consensus amino acid sequences 
(SEQ ID NO:24) derived from a hidden Markov model is depicted in Figure 12. The consensus sequence 
for SEQ ID NO:24 is 20% identical over amino acids 16-192 of SEQ ID NO:5 as shown in Figure 12. 

A BLAST search was performed against the HMM database resulting in the identification of 
regions homologous to ProDom family PD310793C'Receptor orphan GPR26 protein-coupled" SEQ ID 
NO:26, ProDomain Release 2001.1; Cornet et al (\ 9991. Nucl Acids Res. 27:263-267 and Gou2:v et al 
(19991 Computers and C h emistry 23:333-340 http://www tmilmic p inm fr/pmHnm hfr»i) AnaUgnment 
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of the '•Receptor oiphan GPR26 protein-coupled" domain (amino acids 134-315 of SEQ ID NO: 8) of 
human 52880 with consrasus amino acid sequences (SEQ ID NO:26) derived from a hidden Markov 
model is depicted in Figure 16. The consensus sequence for SEQ ID NO:26 is 51% identical over amino 
acids 134-315 of SEQ ID NO:8 as shown in Figure 16. 

A BLAST search was performed against the HMM database resulting in the identification of 
regions homologous to ProDom family PD155019("Receptor type hypocretin EG:22E5.10 EG:22E5.1 1 
transmembrane coupled orejcin G-protein" SEQ ID NO:27, ProDomain Release 2001.1 ; Corpet et ai 
fl999\ NucL Acids Res. 27:263-267 and Gouzv et al (1999^ Computers and Chemistry 23:333-340 
http://www.touiousc.inra.fr/prodom.html) . An alignment of the "Receptor type hypocretin EG:22E5, 1 0 
EG:22E5.1 1 transmembrane coiq>led orexin G-protein" domain (amino acids 175-321 of SEQ ID NO:8) 
of human 52880 with consensus amino acid sequences (SEQ ID NO:27) derived from a hidden Markov 
model is depicted in Figure 17. The consensus sequence for SEQ ID NO:27 is 23% identical over amino 
acids 175-321 of SEQ ED NO:8 as shown in Figure 17. 

A BLAST search was performed against the HMM database resulting in the identification of 
regions homologous to ProDom family PD032094("Receptor acid lysophosphatidic high-affinity 
homolog transmembrane novel thodopsin similar" SEQ ID NO:28, ProDomain Release 2001.1; Corpet et 
al (\999\ Nucl Acids Res. 27:263-267 and Gouzv et al (1999) Computers and Chemistry 23:333-340 
http://www.toulouGO>inra.fr/jH^odom.html) . An aligmnent of the "Receptor acid lysophosphatidic high- 
afiBnity homolog transmembrane novel thodopsin similar" domain (amino acids 1 71 -322 of SEQ ID 
NO;8) of himian 52880 with consensus amino.acid sequences (SEQ ID NO:28) derived from a hidden 
Markov model is depicted in Figure 1 8. The consensus sequence for SEQ ID NO: 28 is 22% identical 
over amino acids 1 71-322 of SEQ ID NO:8 as shown in Figure 18. 

A BLAST search was performed against the HMM database resulting in the identification of 
regions homologous to ProDom family PD322057CW2RM2000452 FLJ10317 Fis cDNA" SEQ ID 
NO:29, ProDomain Release 2001.1; Corpet et al (1999), Nucl Acids Res. 27:263-267 and Gouzv et al 
(1999> Computers and Chemistry 23:333-340 http://www.tQulQUfl e .inm.fr/prndnTn,htm1) . AnaHgnment 
of the "NT2RM2000452 FIJI 0317 Fis cDNA" domain (amino acids 221-329 of SEQ ID NO:8) of 
human 52880 with consensus amino acid sequences (SEQ ID NO:29) derived from a hidden Maricov 
model is depicted in Figure 1 9. The consensus sequence for SEQ ID NO:29 is 30% identical over amino 
acids 221-329 of SEQ ID N0:8 as shown in Figure 1 9. 

A BLAST search was performed against the HMM database resulting in the identification of 
regions homologous to ProDom family PD009900("Receptor pheromone G-protein vomeronasal coupled 
M24 VNl VN3 VN2 VN4" SEQ ID NO:3 1 , ProDomain Release 2001 .1; Cornet et al (1999). Nucl Acids 
Res. 27:263-267 and Gouzv et al (1999) Computers and Chemistry 23:333-340 
http://www.toulouse.inro,fr/prodonLhtml ). An aligmnent of the '"Receptor pheromone G-protein 
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vomeronasal coupled M24 VNl VN3 VN2 VN4" domain (amino adds 36-295 of SEQ ID NO:l 1) of 
human 63497 with conseosus amino acid sequences (SEQ D NO:31) derived from a hidden Markov 
modd is depicted in Figure 23. The consaisus sequence for SEQ ID NO:3 1 is 34% identical over ammo 
adds 36-295 of SEQ ID NO: 1 1 as shown in Figure 23. 

At page 42, please replace paragraph [0149] with the following text: 

For general information regarding PFAM identifiers, PS prefix, and PF prefix domain 
identification numbers, refer to Sonnhammer et al. (1997) Protein 28:405-420-afid 
http://www.pso.odu/geneml/ softwQrQ/paolcagoQ/^pfQmi^fam.htm l. 

At pages 43 through 44, please rq>lace paragraph [0157] with the following text: 

As used herein, the term "rhoGAP domain" includes an amino acid sequence of about 50-300 
amino acid residues in length and having a bit score for the alignment of the sequence to the rhoGAP 
domain (HMM) of at least 8. Preferably, a rhoGAP domain includes at least about 100-250 amino acids, 
more preferably about 100-200 amino acid residues, or about 140-160 amino acids and has a bit score for 
the alignment of the sequence to the rhoGAP domain (HMM) of at least 16, 25, 50, 100 or greater. The 
rhoGAP domain (HMM) has been assigned the PFAM Accession PF00620 (http://pfam.v » ^U.odu/) , An 
alignment of the rhoGAP domain (amino acids 343-494 of SEQ ID NO: 14) of human 33425 with a 
consensus amino add sequence derived fix>m a hidden Markov modd is depicted in Figure 26. 

At pages 44 through 45, please replace paragraphs [0159-160] with die following text: 

To identify the presence of an "ihoGAP" domain in a 33425 protein sequence, and make the 
determination that a polypeptide or protdn of interest has a particular profile, the amino acid sequence of 
the protein can be searched agaiost a database of HMMs (e.g., the Pfam database, release 2,1) using the 
defauh parameters (http://www.aang e r.ao.uk/SoftwQrc/Pfam/HMM_,fleQrch) . For exanq)ie, the hmmsf 
program, which is available as part of the HMMER package of search programs, is a family specific 
default program for MILPAT0063 and a score of 1 5 is the default threshold score for determining a hit. 
Alternatively, the threshold score for determining a hit can be lowered (e.g., to 8 bits). A description of 
the Pfam database can be found in Sonhammer et al., (1997) Proteins 28(3):405-420 and a detailed 
description of HMMs can be found, for exanq)le, in Gribskov et al., (1990) Meth. EnzymoL 1 83:146-159; 
Gribskov et al, (1987) Proc, Natl Acad. Sci, USA 84:4355-4358; Krogh et al., (1994) Mo/. BioL 
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235:1501-1531 ; and Stultz et al., (1993) Protein Scl 2:305-314, the contents of which are incorporated 
herein by reference. 

An additional method to identify the presence of a "RhoGAP" domain in a 33425 protein 
sequence, and make the determination that a polypeptide or protein of interest has a particular profile, the 
amino acid sequence of the protein can be searched against a SMART database (Sin^>le Modular 
Architecture Research Too l http://omart.ombl h e id e lbcrg.d e/) of HMMs as described in Schultz et al 
(1998), ProcNeuL Acad. Sci. USi 95:5857 and Schultz a/. (2000) NucL Acids Res 2S:23l. The 
database contains domains identified by profiling with the hidden Markov models of the HMMer2 search 
program (R. Durbin et al (1998) Biological sequence analysis: probabilistic models of proteins and 
nucleic acids, Cambridge University Press .; http://hmmQr.wugtLodu/) . The database also is extensively 
annotated and monitored by experts to enhance accuracy. A search was p^ormed against the HMM 
database resulting in the identification of a 'TlhoGAP S" domain in the amino acid sequence of human 
33425 at about residues 340 to 520 of SEQ ID NO: 14 (see Figure 24A-C). 

At page 45 through 46, please replace paragraphs [0162-0164] with the following text: 

A BLAST search was performed against the HMM database resulting in the identification of a 
region homologous to ProDom family PD301916("Similar NT2RM2000363 cluster Fis FU10312 weakly 
cDNA breakpoint SEQ ID NO:33, ProDomain Release 200 1 . 1 ; Coroet et al (\ 999\ NucL Acids Res. 
27:263-267 and Gouzv et al (1 999^ Computers and Chemistry 23:333>34Q 

http://vyww.toulouao.inmA/prodom.html) . An alignment of the "Similar NT2RM2000363 cluster Fis 
FIJ10312 weakly cDNA breakpoint" domain (amino acids 516-608 of SEQ ID N0:14) of human 33425 
with a consensus amino acid sequence (SEQ ID NO:33) derived firom a hidden Markov model is depicted 
ia Figure 27. The consensus sequence for SEQ ID NO:33 is 39% identical over amino acids 516-608 of 
SEQ ID NO: 14 as shown in Figure 27. 

A BLAST search was performed against the HMM database resulting in the identification of a 
region homologous to ProDom family PD000780("GTPase activating similar GTPase-activating 
activation domain Fis zinc cDNA subunit" SEQ ID NO:34, ProDomain Release 2001 . 1 ; Cornet g/g/. 
(t999), Nucl Acids Res. 27:263-267 and Gouzv et al (\ 999^ Computers and Chemistry 23:333-340 
ht^://www.toulouflo.inraA/prodom.html) . An alignmmt of the *'GTPase activating similar GTPase- 
activating activation domain Fis zinc cDNA subunit" domain (amino acids 390-486 of SEQ ID NO: 14) of 
human 33425 with a consensus amino acid sequence (SEQ ID NO;34) derived from a hidden Markov 
model is depicted in Figure 28. The consensus sequence for SEQ ID NO:34 is 36% identical over amino 
acids 390-486 of SEQ ID NO:14 as shown in Figure 28. 
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A BLAST search was perfonned against the HMM database lesuhing in the identification of a 
region homologous to ProDom family PD21 5173C'RLIP" SEQ E) NO:35, ProDomain Release 2001.1; 
CPTpgt et gl, am\ Nucl, Adds Res. 27:263-267 and Gou z v etal (\ 999-> Comnuters and rh>>n,i^ 
23:333-340 httpy/www.toulouse.inra.fr/prodom.html) . An alignment ofthe"RLn>" domain (amino, acids 
399-488 of SEQ ID NO: 14) of human 33425 wilh a consensus amino add sequence (SEQ ID NO:35) 
derived from a hidden Markov model is depicted in Figure 29. The consensus sequence for SEQ ID 
NO:35 is 34% identical over amino acids 399-488 of SEQ ID NO: 1 4 as shown m Figure 29. 

At pages 61 through 62, please replace paragraph [0268] with the foUowing text: 

The comparison of sequences and deteraiination of percent identity between two sequences can 
be accomplished using a mathematical algorithm. M a preferred embodiment, the percent identity 
between two amino acid sequences is determined using the Needleman and Wunsch (J. Mol. Biol. 
(48):444-453 (1970)) algorithm which has been incorporated into the GAP program in the GCG software 
P^'^e® (nvoilablo at http://www.Bo&.com) , usmg either a Blossum 62 matrix or a PAiM250 matrix, and a 
gap weight of 1 6, 14, 12, 10, 8, 6, or 4 and a length weight of 1, 2. 3, 4, 5, or 6. hi yet another preferred 
embodunait, the percent identity between two nudeotide sequoices is detennined usmg the GAP 
program in the GCG software package (availabl e ot http!//www.gog.oom), using a NWSg^dna.CMP 
matrix and a gap weight of 40. 50, 60, 70, or 80 and a length weight of 1, 2, 3, 4, 5, or 6. A particularly 
preferred set of parameters (and the one that should be used if the practitioner is uncertain about what 
parameters should be applied to determine if a molecule is within a sequence identity or homology 
lunitation of the mvention) is usmg a Blossum 62 scormg matrix with a gap open penalty of 12, a gap 
extend penalty of 4, and a frameshift gap penalty of 5. 

At page 62, please rq)Iace paragraph [0270] with the following text: 

The nucleic acid and protem sequences described herem can be used as a "queiy sequence" to 
perfoim a search against public databases to, for example, identify other family members or related 
sequences. Such searches can be performed usmg the NBLAST and XBLAST programs (version 2.0) of 
Altschul. et al., (1990) J. Mol. Biol. 215:403-10. BLAST nucleotide searches can be perfomied with the 
NBLAST program, score = 100, wordlength = 12 to obtain nucleotide sequences homologous to 80090, 
52874, 52880, 63497, or 33425 nucleic acid molecules of the inventioa BLAST protem searches can be 
performed with the XBLAST program, score = 50, wordlength = 3 to obtain amino acid sequences 
homologous to 80090, 52874, 52880. 63497, or 33425 protein molecules of the invention. To obtain 
gapped alignments for comparison puiposes. Gapped BLAST can be utiUzed as described in Altschul et 
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al„ (1 997) Nucleic Acids Res. 25(17):3389-3402. When utilizing BLAST and Gapped BLAST programs, 
the default parameters of the respective programs (e.g., XBLAST and NBLAST) can be used. See 
http://www.nQbi.nhn.B ih:gevr 
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